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AMENDMENTS TO THE SPECIFICATION: 

Please amend the specification as follows: 
Please replace the title with the following: 

A Method of Identifying a Chemical Entity which is a Hydroxylase Modulator. 
Please replace the paragraph beginning at page 3, line 13 with the following amended 
paragraph: 

Description of the Figures 
Figure 1 : 20G binding site. 
Figure 2: binding of Asn-803. 

Figure 3: conformation of CAD at site 1 (SEQ ID NO: 24) . 
Figure 4: conformation of CAD at site 2 (SEQ ID NO: 25) . 

Figure 5: figure indicating the turn formed by 802-804 of HIF-CAD at the active site of FIH. 
Figure 6: conformation of the turn formed by residues 802-804 of HIF-CAD at the active site of 
FIH. 

Please replace the paragraph beginning at page 18 ? line 18, with the following amended 
paragraph: 

If desired the valine residue is connected to one or more units of the peptide 
DESGLPQLTSYDCE- (SEP ID NO: 1) in the order given e.g. to glutamic acid (E) alone or to, 
for aspartic acid (D)-cysteine (C)-glutamic acid (E)- 3 or a longer chain such as PQLTS YDCE- 
(SEO ID NO: 2) . 

Please replace the paragraph beginning at page 35, line 10, with the following amended 
paragraph: 
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Catalytic FIH-1 mediated hydroxy lation of a synthetic 19 residue peptide corresponding 
to residues 788-806 of HIF-loc was confirmed by mass spectrometric analysis of HPLC purified 
material: Native peptide 19mer [M+2H] 2+ = 1026.67Da, modified peptide 19mer [M+2H] 2+ = 
1034.61 Da, a mass difference of +8Da of the doubly charged ions, corresponding to +16Da in 
the peptide (oxygen). N-Terminal Edman degradation of the product peptide gave the following 
sequence: DESGLPQLTSYDCEVxA (SEP ID NO: 3) , where x was not asparagine. The peak 
from this (16th) cycle of Edman degradation ran to a similar position as the P -hydroxy asparagine 
standard. Acid hydrolysis of the modified peptide followed by amino acid analysis showed the 
presence of p-hydroxyaspartic acid only. 

Please replace the paragraph beginning at page 41, line 26, with the following amended 
paragraph: 

Table 2. Partial sequence alignment of FIH with a selection of JmjC domain containing 
proteins (SEP ID NOS 4-20, respectively, in order of appearance) . FIH secondary structure is 
indicated above the alignment. Selected 20G binding residues found in FIH are indicated by 
dark triangles under the alignment and the two iron binding residues by light triangles. SWALL 
accession numbers are indicated on the left of the alignment. 

Please add the following paragraph immediately after the paragraph beginning at page 
41, line 26: 

Table 3. Coordinates for crystal structures L code 1H2K (SEP ID NOS 21-22), 2, 
code 1H2L (SEP ID NOS 21-22), 3, code 1H2M (SEP ID NOS 21 and 23) and 4, code 1H2N 
(SEP ID NP21). 

Please replace Table 2 on page 42 with the table on the next page. A marked up copy of 
Table 2 indicating the changes is attached at the end of this paper. 
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